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1 GAATTCCCAA AGACAAA atg gattttcaaa tacaaatttt caocttcctg 

51 ctaatcaatg cctcaatcat aatatccaaa oaa caaatta ttctcaccca 

101 gtcrtccagca atcatgtctg catctccagg ggagaaggtc accatgacct 

151 gcagtgccag ctcaagtgta agtrtacatga actggtacca gcagaag^ca 

2 01 ggcacctccc ccaaaagatg gatttatgac acatccaaac tggcttctgg 
251 agtccctgct cact/tcaggg gcagtgggtc tgggacctct tactctctca 

3 01 caatcagcgg catggaggct gaagatgctg ccacrttatta ctgccagcag 

3 51 tggagtagta acccattcac gttcggotcg gggacaaagt tggaaataaa 

4 01 ccgggctgat actgcaccaa ctgtatccat cttcccacca tccagtgagc 
4 51 agttaacatc tggaggtgcc tcagtcgtgt gcttcttgaa caacttctac 
501 cccaaagaca tcaatgtcaa gtggaagatt gatggcagtg aacgacaaaa 
551 tggcgtcctg aacagttgga ctgatcagga cagcaaagac agcacctaca 
601 gcatgagcag caccctcacg ttgaccaagg acgagtatga acgacataac 
651 agctatacct gtgaggccac tcacaagaca tcaacttcac ccattgtcaa 
701 gagcttcaac aggaatgagt, gtTAGAGACA AAGGTCCTGA GACGCCACCA 
751 CCAGCTCCCA GCTCCATCCT. ATCTTCCCTT CTAAGGTCTT GGAGGCTTCC 
801 CCACAAGCGC tTACCACTGT TGCGGTGCTC tAAACCTCCT CCCACCTCCT 
851 TCTCCTCCTC CTCCCTTTCC TTGGCTTTTA TCATGCTAAT ATTTGCAGAA 
901 AATATTCAAT AAAGTGAGTC TTTGCCTTGA AAAAAAAAAA AAA 

Fig. 1(a) 



1 MDFOVOIFSF LLISASVIIS RG OIVLTOSP AIMSASPGEK VTMTCSASSS 

51 VSYMNWYQQK SGTSPKRWIY DTSKIASGVP AHFRGSGSGT SYSLTISGME 

101 AEDAATYYCQ QWSSNPFTFG SGTKLEINRA DTAPTVSIFP PSSEQLTSGG 

151 ASWCFLNNF YPKDINVKWK IDGSERQNGV LNSWTDQDSK DSTYSMSSTL 

2 01 TLTKDEYERH NSYTCEATHK TSTSPIVKSF NRNEC* 



Fig. Kb) 
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Fig. 2(a) 
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OKT 3 HEAVY CHAIN PROTEIN SEQUENCE DEDUCED FROM DNA SEQUENCE 

1 MERHWI FLLL LSVTAGVHS O VQLQQSGAEL ARPGASVKMS CKASGYTFTR 

51 YTMHWVKQRP GQGLEWIGYI NPSRGYTNYN QKFKDKATLT TDKSSSTAYM 

101 QLSSLTSEDS AVYYCARYYD DHYCLDYWGQ GTTLTVSSAK TTAPSVYPLA 

151 PVCGDTTGSS VTLGCLVKGY FPEPVTLTWN SGSLSSGVHT FPAVLQSDLY 

201 TLSSSVTVTS STWPSQSITC NVAHPASSTK VDKKIEPRGP TIKPCPPCKC 

251 PAPNLLGGPS VFIFPPKIKD VLMISLSPIV TCVWDVSED DPDVQISWFV 

301 NNVEVHTAQT QTHREDYNST LRWSALPIQ HQDWMSGKEF KCKVNNKDLP 

351 APIERTISKP KGSVRAPQVY VLPPPEEEMT KKQVTLTCMV TDFMPEDIYV 

401 EWTNNGKTEL NYKNTEPVLD SDGSYFMYSK LRVEKKNWVE RNSYSCSWH 

4 51 EGLHNHHTTK SFSRTPGK* , . 

Fig. 2(b) 

1 23 42 

NN N N N N 

RES TYPE SBspSPESssBSbSsSssPSPSPsPSsse*s*p*Pi"ISsSe 
Okt3 vl QIVLTQSPAIMSASPGEKVTMTCSASS . SVS YMNWYQQKSGT 

REI DIQMTQSPSSLSASVGDRVTITCQASQDIIKYLNWYQQTPGK 



CDR1 (LOOP) ******* 
CDR1 (KABAT) *********** 



56 85 

N NN 

RES TYPE *IsiPpIeesesssSBEsePsPSBSSEsPspsPsseesSPePb 
Okt3vl SPKRWIYDTSKLASGVPAHFRGSGSGTSYSLTISGMEAEDAAT 
REI APKLLIYEASNLQAGVPSRFSGSGSGTDYTFTISSLQPEDIAT 



******* 



CDR2 ( LOOP / KABAT ) 



102 108 

RES TYPE PiPIPies**iPIIsPPSPSPSS 
Okt3vl YYCQQWSSNPFTFGSGTKLEINR 
REIvl YYCQQYQSLPYTFGQGTKIiQIIR 



Fig. 3 
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********* 



CDR3 (LOOP) 
CRD 3 (KABAT) 
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NN N 23 26 32 35 N39 43 

RES TYPE SESPs"SBssS"sSSsSpSpSPsPSEbSBssBePiPIpiesss 
Okt3h QVQLQQS.G AELARPG AS VIQfS CKASG YTFTR YTMHWVKQRPGQ 

KOL 0VOLVESGGGWOPGRSLRL.SCSSSGFirSSYAMYWVRQAPGK 

• • • 

****** CDR1 (LOOP) 

***** CDRl (RABAT) 



52a 60 65 N N N 82abc 89 

RES TYPE IIeIppp~ssssssss~ps~pSSsbSpseSsSseSp~pSpsSBssS~ePb 
Okt3vh GLEWIGYINPSRGYTNTNQKFKBKATLTTDKSSSTAYMQLSSLTSEDSAV 
KOL GLEWVAIIWDDGSDQHYADSVKGRFTISRDHSKNTLPLQMDSLRPEDTGV 
?? ? ? ? " ? ? 

************ CDR2 (LOOP) 

******************* CDR2 (KABAT) 



92 N 107 113 

RES TYPE PiPIEissssiiisssbibi*EIPIP*spSBSS 

Okt3 vh YYCARYYDDHY CLDYWGQGTTLTVSS 

KOL YFCARDGGHGFCSSASCFGPDYWGQGTPVTVSS 

***************** CRD 3 (KABAT/LOOP) 

Fig. A 
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OKT 3 HEAVY CHAIN CDR GRAFTS 

1. gh34l and derivatives 

1 26 35 39 43 

Okt 3 vh QVQIXJQSGAEIARPGASVKMSCKASGYTFTRYTMHWVKQRPGQ 

gH3 41 OVOLVESGGGVVOPGRSLRL.SCSS SGYTFTRYTMHW VRQAPGK JA178 

gH3 41A OVOLV9SGGGVVQPGRSLRLS CKASGYTFTRYTM HWVRQAPGK JA185 

gH3 41E OVOLV9SGGGWOPGRSLRLS CKASGYTFTRYTMH WVRQAPGK JA198 

gH341* OVOLV9SGGGWOPGRSIJtt,S CIUVSGYTFTRYTMH WVROAPGK JA207 

gH341* OVOLVySGGGWOPGRSLRLS qCASGYTFTRYTMH WVROAPGK JA209 

gH3 41D OVOLVySGGGWOPGRSLRLSC KASGYTFTRYTM HWVROAPGK JA197 

gH3 41* O VOLVO- SGGG WO PGRS LRLS CKA SG YTFTR YTMH WVRO APGK JA199 

gH3 41C OVOLV9SGGGWOPGRSLRLSC KASGYTFTRYTM HWVROAPGK JA184 

gH3 4 1 * OVOLVgSGGGWOPGRSLRLSCS ASGYTFTRYTM HWVROAPGK JA2 03 

gH341* OVOLVESGGGWOPGRSLRLSCS ASGYTFTRYTMH WVROAPGK JA2 05 

gH3 41B OVOLVESGGGWOPGRSLRLSCSS SGYTFTRYTM HWVROAPGK JA183 

gH3 41* QVOLVgSGGGWOPGRSLRLSCS ASGYTFTRYTMH WVROAPGK JA204 

gH3 41* OVOLVESGGGWOPGRSLRLSCS ^SGYTFTRYTM HWVROAPGK JA206 

gH341* OVOLVgSGGGWOPGRSLRLSCS ASGYTFTRYTMH WVROAPGK JA208 
KOL QVQLVESGGGWQPGRSLRLSCSSSGFIFSSYAMYWVRQAPGK 



Fig. 5(i) 
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44 50 65 83 

Okt 3 vh GLEWI G Y INPSRG YTNYNQKFKDKATLTTDKSSSTAYMQLSSLT 

gH341 GLEWV AY INPSRG YTNYNOKFKDR FTISRDNSKNTLniOMDSI.R JA178 

gH341A GI,E WTGYTNPSRGYTNYNOKV lCDR^TISTDpSK^TAFLOMDSrj? JA185 

gH341E GLEW TGYTNPSRGYTNYNOKVKD RFTISTDKSKgT^FLOMDSUt JA198 

gH341* GLEW TGYTNPSRGYTNYNOKVKD RFTISTDKSKNTAFLQMDSLR JA207 

gH341* GL.EW TGYTNPSRGYTNYNOKV KDRFTISRDNSKNTAFLOMDSLR JA209 

gH341D GLEW IGYINPSRGYTNYNOKV KDRFTISXD^SKNTLFLQMDSLR JA197 

gH341* GLEW TGYINPSRGYTNYNOKVKD RFTISRDNSKNTLFLQMDSLR JA199 

gH341C GLEWVA YINPSRGYTNYNbKFKD RFTISRDNSKNTLFLOMDSLR JA184 

gH341* GLCT TGYINPSRGYTNYNOKV KDRFTISXDKSKSTAFLOMDSLR JA207 

gH341* GLEW IGYINPSRGYTNYNOKVKD RFTISTDKSKSTAFLQMDSLR JA205 

gH341B GLEW TGYINPSRGYTNYNOKVKD RFTISXDjSSKSTAFLOMDSLR JA18 3 

gH3 41* GLEW TGYINPSRGYTNYNOK V KD RFTISTDgSKSTAFLOMDSLR JA2 04 

gH341* GLEW TGYTNPSRGYTNYNOKV KDRFTISTDKSKSTAFLOMDSLR JA206 

gH341* GLE WTGYINPSRGYTNYNOKV KDRFTISyDKSKNTAFLOMDSLR JA2 08 

KOL GLEWVAI IWDDGSDQHYADSVKGRFTI SRDNSKNTLFLQMDSLR 



Fig. 5(ii) 
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84 95 102 113 

Okt3 vh SEDSAVYYCARYYDDHY CLDYWGQGTTLTVSS 

gH3 41 PEDTGVYFCA RYYDDHY CL DYWGOGTTLTVSS JA178 

gH3 41A PEDTAVYYCARY YDDHY CL DYWGOGTTLTVSS JA185 



S gH3 41E PEDTGVYFCAR YYDDHY CL DYWGOGTTLTVSS JA198 

CP gH3 41* PEDTGVYFCA RYYDDHY CL DYWGOGTTLTVSS JA207 

X=j gH3 41D PEDTGVYFCA RYYDDHY CL DYWGOGTTLTVSS JA197 

gH3 41* PEDTGVYFCAR YYDDHY CL DYWGOGTTLTVSS JA209 

gH3 41* PEDTGVYFCA RYYDDHY CL DYWGOGTTLTVSS JA199 

O gH3 41C PEDTGVYFCAR YYDDHY CL DYWGOGTTLTVSS JA184 

Jg gH3 41* PEDTAVYYCARY YDDHY CL DYWGOGTTLTVSS JA2 03 

gH3 4 1 * PEDTAVYYCARY YDDHY CL DYWGOGTTLTVSS JA2 05 

gH3 4 IB PEDTAVYYCARY YDDHY CL DYWGOGTTLTVSS JA1 8 3 

gH3 41* PEDTGVYFCA RYYDDHY CL DYWGOGTTLTVSS JA2 04 

gH3 41* PEDTGVYFCA RYYDDHY CL DYWGOGTTLTVSS JA206 

gH341* PEDTGVYFCA RYYDDHY CL DYWGOGTTLTVSS JA2 08 

KOL PEDTGVYFCARDGGHGFCSSASCFGPDYWGQGTPVTVSS 



Fig. 5(iii) 
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OKT3 LIGHT CHAIN CDR GRAFTING 

1. gL221 and derivatives 

1 24 34 42 

QIVLTQSPAIMSASPGEKVTMTCSASS . SVSYMNWYQQKSGT 
nTOMTOSPSSLSASVGDRVTITC SASS . SVSYMNW YOOTPGK 
QTVMTQSPSSLSASVGDRVTITC SASS . SVSYMNW YQQTPGK 
QTVMTOSPSSLSASVGDRVTITC SASS . SVSYMNW YOOTPGK 
nTf>MTOSPSSLSASVGDRVTITC SASS . SVSYMNW YOOTPGK 
DIQMTQSPSSLSASVGDRVTITCQASQDIIKYLNWYQQTPGK 

43 50 56 85 

SPKRWIYDTSKIiASGVPAHFRGSGSGTSYSLTISGMEAEDAAT 
APKLX.IY DTSKIAS GVPSRFSGSGSGTDYTFTISSLQPEDIAT 
APKPjJTY DTSKIAS GVPSRFSGSGSGTDYTFTISSLQPEDIAT 
APKRWIY DTSKLAS GVPSRFSGSGSGTDYTFTISSLQPEDIAT 
APKRWTY DTSKIAS GVPSRFSGSGSGTDYTFTISSLQPEDIAT 
APKLLIYEASNLQAGVPSRFSGSGSGTDYTFTISSLQPEDIAT 

86 91 96 108 

Okt3vl YYCQQWSSNPFTFGSGTKLEINR 

gL221 YYC OOWSSNPFT FGQGTKLQITR 

gL221A YYC OOWSSNPFT FGQGTKLQITR 

gL221B YYC OOWSSNPFT FGQGTKLQITR 

gL221C YYC OOWSSNPFT FGQGTKLQITR 

REI YYCQQYQSLPYTFGQGTKLQITR 

CDR'S ARE UNDERLINED 

FRAMEWORK RESIDUES INCLUDED IN THE GENE ARE DOUBLE 
UNDERLINED 

Fig. 6 
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Fig. 11 
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